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Results: Addition of a soluble cocktail containing six protease
inhibitors to a culture abolished the ability of B. pseudomallei to
grow on ferritin as sole iron source. Addition of individual pro-
teases contained in the cocktail revealed that two of them, AEBSF
(4-[2-aminoethyl] benzene sulfonyl ﬂuoride) and EDTA exhibited
the most potent effect. These data are consistent with the previous
ﬁnding that B. cenocepacia employs a serine protease for ferritin
iron acquisition. Mutants that had all seven serine proteases indi-
vidually deleted were successfully constructed. All mutants were
still able to utilize ferritin as sole iron source at rates indistinguish-
able from the parent strain. The most plausible explanation for
this observation is that B. pseudomallei does not employ a serine
protease for ferritin iron acquisition.
Conclusion: We have provided conclusive evidence that
ferritin-iron acquisition by B. pseudomallei involves proteolytic
degradation of ferritin but the protease(s) and other factors, e.g.
transporters, involved in this process remain tobe identiﬁed.Deﬁn-
ing a ferritin-iron acquisition pathway will substantially alter our
current view of iron acquisition mechanisms in Gram-negative
bacteria and provide a more complete picture of the pathogenesis
of infection with B. pseudomallei.
http://dx.doi.org/10.1016/j.ijid.2014.03.1125
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Background: The emergence of invasive non-typhoidal
Salmonella (iNTS) disease across sub-Saharan Africa has been
associated with two related lineages of S. Typhimurium which are
ofmulti locus sequence type ST313. The expansion of both lineages
has a temporal association with the HIV pandemic and antibiotic
usage.
Methods & Materials: Whole genome sequences of ST313 S.
Typhimurium were probed for evidence of genome degradation in
the form of non-synonymous mutations, frameshift mutations and
deletions. Phenotypic microarrays, RNA-sequencing and murine
infection models were used to investigate differences in the phe-
notype of the isolates from the sub-Saharan African lineages in
comparison to gastroenteritis-associated strains.
Results: The results provide evidence that lineage-speciﬁc
genome degradation, with some similarities to that observed in
human S. Typhi, occurred throughout the evolution of these two
lineages. Both lineages exhibited alteredmetabolic potential exem-
pliﬁed by the ability to metabolise alternative carbon sources and
different virulence potential in mice.
Conclusion: These results identify likely adaptive changes that
may have underpinned the emergence of these lineages and aided
their adaptation to immunocompromised humans.
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Background: Bloodstream infections (BSIs) due to gram-
negative bacteria are an important cause of sepsis and septic shock
that are associated with a high rate of morbidity and mortality.
The aim of the present study was to evaluate the differences in
the clinical and microbiological characteristics and outcomes of
community-acquired, hospital-acquiredandhealthcare-associated
gram-negative bacteremias (GNBs).
Methods & Materials: A prospective cohort study was
carried out over a 36-month period in a tertiary referral hos-
pital inTurkeyand patients with gram-negative bacteremia were
included. Thosepatientswithapriorhospitalizationwithin90days,
ongoing chemotherapy, hemodialysis, home intravenous therapy,
wound care and residence in a long-term care facility were classi-
ﬁed as having healthcare-associated BSIs.
Results: Among 151 patients, 57 (37.7%) had bacteremia within
two days of admission and classiﬁed as having community-
acquired BSIs. Forty (70%) of these patients were found to be
healthcare-associated. The remaining94patients (62.3%)werecon-
sidered to have hospital-acquired infections.
Malignancies were more common in patients with health-
care associated and hospital-acquired GNBs than in patients with
community-acquired infections (42.5%, 45.7% and 5.8% respec-
tively).
Nearly all (88.2%) cases of community-acquired bacteremia
were originated from urinary tract infections (UTIs). UTIs were the
origin of bacteremia in 55% of health-care associated and 20% of
hospital-acquired GNBs.
E. coli was the most common pathogen in both community-
acquired and health-care associated GNBs (64.7% and 72.5%,
respectively), whereas accounted for 34% of hospital-acquired
cases. Acinetobacter spp. (22.3%) was the second most frequent
pathogen in patients with hospital-acquired GNBs.
The third-generation cephalosporin resistance rates were
similar in patients with community-acquired and health-care
associated GNBs (52.9% and 55%, respectively) and carbapenem
resistance was not detected among these patient groups. Ceftria-
xone and imipenem resistance was found to be 74.4% and 32.9%
respectively in patients with hospital-acquired GNBs.
Fatality rates were not signiﬁcantly different between
community-acquired and health-care associated GNBs (11.7%
